tumors; however, its causes are still not completely understood. This study was designed to screen the key genes and pathways related to NSCLC occurrence and development and to establish the scientific foundation for the genetic mechanisms and targeted therapy of NSCLC. Methods Both gene set-enrichment analysis (GSEA) and meta-analysis (meta) were used to screen the critical pathways and genes that might be corretacted with the development and progression of lung cancer at the transcription level. Results Using the GSEA and meta methods, focal adhesion and regulation of actin cytoskeleton were determined to be the more prominent overlapping significant pathways. In the focal adhesion pathway, 31 genes were statistically significant (P<0.05), whereas in the regulation of actin cytoskeleton pathway, 32 genes were statistically significant (P<0.05).
the critical pathways and genes that might be corretacted with the development and progression of lung cancer at the transcription level. Results Using the GSEA and meta methods, focal adhesion and regulation of actin cytoskeleton were determined to be the more prominent overlapping significant pathways. In the focal adhesion pathway, 31 genes were statistically significant (P<0.05), whereas in the regulation of actin cytoskeleton pathway, 32 genes were statistically significant (P<0.05).
Conclusion
The focal adhesion and the regulation of actin cytoskeleton pathways might play important roles in the occurrence and development of NSCLC. Further studies are needed to determine the biological function for the positiue genes.
【Key words】 Lung neoplasms; Gene set-enrichment analysis; Meta-analysis; Pathway; Key gene [5] 2011 HG-U133_Plus_2 Paired, tissues 54675 Homo sapiens 45 45
GSE19188
Hou J et al [6] 2010 HG-U133_Plus_2 Unpaired, tissues 54675 Homo sapiens 91 65
GSE7670
Su LJ et al [7] 2007 Pdg fb、SPDYA、actn4、pdg fra等，预测这10个基因可能 与NSCLC的发生发展有密切联系。通过查找文献发现 MAPK1 [18] 、Pdgfb [19] 和pdgfra [20] 与NSCLC发生发展有密 www.lungca.org 
